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and any mutation in NS1 may affect virulence and effective virus
replication in host cell.
http://dx.doi.org/10.1016/j.ijid.2012.05.21592 15th ICID Abstracts / International Journ
or migration of alleles from a “ghost” population that occurred
etween the 2- and 11-month samples within the viral population
istory of one twin. This migration is interpreted to be a reinfec-
ion event (a phenomenon which has previously been difﬁcult to
dentify and quantify in CMV infections). We are currently exam-
ning migrant tracts from the ghost population and calculating the
iming of the reinfection event.
Conclusion: This study provides a highly detailed model of
he population dynamics of CMV in congenital infections and is
n important case study of the applicability of population genetic
nference modeling to illuminate medically important parameters
f viral infections.
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Background: West Nile virus was one of the most frequent
ausative agents of viral meningoencephalitis in Albania last 3
ears. This increased incidence is documented even in pediatric
eningoencephalitis occurred during summer period.
Objectives: To study the epidemiological and clinical charac-
eristics and eventual complications in children with conﬁrmed
nfection.
Methods: The hospitalized children, who fulﬁll the diagnostic
riteria for West Nile meningoencephalitis, during the last three
ears, were included at this report. The epidemiologic data ana-
yzed were: age, gender, locality, seasonal distribution, time of
ospitalization. The conﬁrmation of infection was performed by
peciﬁc serologic examination of paired serum samples of children
iagnosed with meningoencephalitis.
Results: 7 children with conﬁrmed serological diagnosis were
rescribed at the study. The age range was 4y-13 years. The dom-
nating case were boys coming from urban areas. The greatest
umber of cases was presented during the month of August, fol-
owed by September and July. The clinical picture was dominated
y high fever, vomiting and the presence of meningeal syndrome.
moderate mononuclear lcs pleocytosis, ranged from 25-400
ells/ml, was observed in all children. The average of fever period
as 4 day, while clinical signs persisted longer with an average of
days. The recovery was complete with no complications after a
ourse with symtomatic treatment.
Conclusion: The meningoencephalitis is an important infection
n children. The virus of West Nile should be considered as the pos-
ible causative agent as long as the transmitter vector; mosquitoes
re spread all around theworld especially inMediterranean region.
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Background: Inﬂuenza is responsible for epidemics and pan-
demics across the globe. NS1 protein encoded by the co-linear
mRNA derived from segment 8 of the inﬂuenza A virus. NS1 pro-
tein consists of two functional domains i)N-terminal RNA binding
domain (RBD) (residues 1-72) involved in sequestering of dsRNA
andpreventing theactivationof antiviral enzymePKR/2’-5’ oligo(A)
synthetase. ii) C-terminal Effector domain, ED (residues 84-220)
mediates interaction with host cell proteins. It acts as interferon
antagonist. The present study was carried out to study emerging
mutations in RNA binding and effector domain (ED) of NS1 gene of
inﬂuenza A H1N1 2009.
Methods: Eighty nasal and throat swab samples in VTM were
collected at NCDC from north Indian region and stored at -800c.
Samples diagnosed for the presence of Inﬂuenza A virus by TaqMan
Real time PCR for PdmH1N1 2009 panel. Full-length gene sequenc-
ing 16 positive sampleswas performed for segment 8 of pdmH1N1
2009 by M13-tailed sequencing primers for NS gene by dideoxy
chain termination method and sequenced on ABI 3130xl Genetic
Analyser. Sequence analysis was done using Bio-Edit version 7.09
and phylogenetic analysis was done using the MEGA version 5.
Results: All the 16 samples had CT value below 32 for all four
targets of pdm H1N1 2009 panel. Compared to reference strain
FJ969538.1as, three signiﬁcant (E51Q,D53N&S73T)were observed
in the RNA binding domain (RBD); and ﬁve mutations Mutations
(E96K, R108K, T143N, I145V andN209D)were found in the Effector
domain (ED) of NS1 gene. Single mutation (I123V) was conserved
in the ED domain of all the 16 samples.
Conclusion: Sequencing data analysis shows rapidly mutating
ED compared to RBD in NS1 gene; which may affect interferon pro-
duction. None of the mutations fell in the conserved basic residues
involved in interaction with dsRNA. E96K mutation may result in
lack of inhibition of Interferon induction by circulating virus strain.
No changeswere seen in NS2 (NEP). NS1 is an interferon antagonist
